ABSTRACT Pseudomonas sp. strain phDV1 is a Gram-negative bacterium capable of degrading aromatic hydrocarbons. Here, we present the complete genome sequence of this strain, which consists of 4,727,682 bp, with a 62.3% GϩC content and 4,574 genes. Multiple genes responsible for the degradation of aromatics are present in this strain.
protocatechuate 3,4-dioxygenase, and 4-carboxymuconolactone decarboxylase were present as well. The presence of these enzymes likely explains the aromatic degradation capacities of Pseudomonas sp. phDV1.
The 16S rRNA sequence analysis using the genomic-based 16S rRNA database (GRD; http://metasystems.riken.jp/grd/) revealed that Pseudomonas sp. phDV1 shares 99.93% and 99.41% similarity with Pseudomonas pseudoalcaligenes CECT5344 and Pseudomonas mendocina NK-01, respectively. At the genome level, the OrthoANIu algorithm was used to calculate the average nucleotide identity (ANI) value (11) , and the Genometo-Genome Distance Calculator (GGDC) was employed to estimate the in silico DNA-DNA hybridization (isDDH) value (12) . The ANI and isDDH values between Pseudomonas sp. phDV1 and Pseudomonas pseudoalcaligenes CECT5344 were 96.52% and 70.30%, respectively, while both values were substantially lower (88.64% for ANI and 36.70% for isDDH) when Pseudomonas sp. phDV1 was compared to Pseudomonas mendocina NK-01. Based on these results, we suggest the transfer of Pseudomonas sp. phDV1 to the species Pseudomonas pseudoalcaligenes as strain phDV1.
Data availability. The PacBio sequencing reads have been deposited in the NCBI Sequence Read Archive (SRA) under the accession number SRR8212849. The wholegenome sequence has been deposited at GenBank under the accession number CP031606. The version described in this paper is the first version, CP031606.1.
